A genome resource for several North American Venturia inaequalis isolates with multiple fungicide resistance phenotypes.
The apple scab pathogen, Venturia inaequalis, is amongst the most economically important fungal pathogens that effects apples. Fungicide applications are an essential part of disease management. Implementation of cultural practices and genetic sources of resistance in the host are vital components of scab management. This is the first presentation of multiple, high quality, well annotated genomes of four North American V. inaequalis isolates having both sensitive and multiple fungicide resistance phenotypes. We envision that these isolates will enable investigations into fungicide resistance mechanisms, exploring fungal virulence factors, and delineating phylogenomic relationships amongst apple scab isolates from around the world.